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For crystalography work datasets were collected at the NE-CAT beamline 24-ID-E at the Advanced Photon Source ( Supplementary Table  1 ). Images were indexed, integrated, and merged using XDS and Aimless in the RAPD pipeline at NE-CAT and further cut according to CC1/2 and I/sigmaI statistics in Phenix6. Structures were solved using PHASER molecular replacement 7. Models were constructed using iterative building in COOT8 and refinement in Phenix9.
Graph Pad Prism 5 or 6 was used for statistical analysis and Fiji and JACop plugin was used for colocalization analysis.
All figures have associated raw data that can be provided by the corresponding author upon a reasonable request or they are provided in the source data file.
